Key indicators: single-crystal X-ray study; T = 93 K; mean (C-C) = 0.004 Å; R factor = 0.056; wR factor = 0.133; data-to-parameter ratio = 13.0.
Related literature
For general background to perimidines and their biological activity, see: Shaabani & Maleki (2008) ; Sauer et al. (2006) . For related structures, see: Martinez-Belmonte et al. (2010) .
Experimental
Crystal data C 13 H 14 N 2 M r = 198.27 Monoclinic, P2 1 =c a = 16.261 (10) Å b = 7.710 (4) Å c = 17.483 (10) Å = 106.131 (12) V = 2105.6 (19) Å 3 Z = 8 Mo K radiation = 0.08 mm À1 T = 93 K 0.12 Â 0.12 Â 0.12 mm
Data collection
Rigaku Mercury70 diffractometer Absorption correction: multi-scan (REQAB; Rigaku, 1998) T min = 0.706, T max = 0.991 12841 measured reflections 3743 independent reflections 2356 reflections with F 2 > 2(F 2 ) R int = 0.072 Refinement R[F 2 > 2(F 2 )] = 0.056 wR(F 2 ) = 0.133 S = 0.96 3743 reflections 287 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.22 e Å À3 Á min = À0.24 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1, Cg2 and Cg3 are the centroids of the C21-C25/C30, C25-C30 and C5-C10 rings, respectively. Symmetry codes: (i) Àx þ 2; y þ 1 2 ; Àz þ 3 2 ; (ii) x; Ày þ 1 2 ; z À 1 2 ; (iii) x; y À 1; z.
Data collection: CrystalClear-SM Expert (Rigaku, 2009 ); cell refinement: CrystalClear-SM Expert; data reduction: CrystalClear-SM Expert; program(s) used to solve structure: SIR2002 (Burla et al., 2003) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: CrystalStructure (Rigaku, 2010) ; software used to prepare material for publication: CrystalStructure.
Figure 1
The structure of (1) with displacement ellipsoids drawn at the 50% probability level 2,2-Dimethyl-2,3-dihydro-1H-perimidine (11) Geometric parameters (Å, º) 
Hydrogen-bond geometry (Å, º)
Cg1, Cg2 and Cg3 are the centroids of the C21-C25/C30, C25-C30 and C5-C10 rings, respectively. Symmetry codes: (i) x, −y+1/2, z−1/2; (iv) x, y−1, z; (v) −x+2, y+1/2, −z+3/2.
